
Supplementary	Figure	2.	Evolutionary	relationships	of	the	haemagglutinin	genes	of	
influenza	B	viruses	isolated	during	2005–2016.	Trees	were	inferred	using	the	maximum	
likelihood	analysis	in	iqtree (36)	for	a	dataset	of	778	full-length	HA	sequences.	Tip-branches	
of	virus	isolates	used	in	the	study	are	labelled and	highlighted	in	red.
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